Introduction
Breast cancer (BC) is the most common malignancy and the first leading cause of cancer-related death among women worldwide. 1 In China, over 272,400 new cases were diagnosed and there were 70,700 deaths in 2015, and the incidence has increased annually. 2 Many BC risk factors have been identified, such as serum hormone levels, dietary and family history. [3] [4] [5] It was reported that genes (BRCA1/2, ATM et al) inherited from family significantly increased susceptibility to BC, and make up a large proportion of BC cases. 6 Among different risk factors, RAS/MAPK and PI3K/AKT pathways through FGFs are widely recognized to be involved in the initiation and progression of BC.
7 FGFR2 is widely overexpressed in BC cell lines and tumor samples. 8 Genome-wide association studies (GWAS) have suggested that a variety of FGFR2 single nucleotide polymorphisms (SNPs) were associated with BC risk. 9, 10 For instance, Liang et al performed genotyping and found that FGFR2 rs2981582, rs1219648, and rs2420946 were significantly associated with increased BC risk. 11 Indeed, a variety of FGFR2 SNPs were found recently and were associated with elevated BC risk. However, considering the complex mechanisms of cancer development, we may need to combine several genes together to identify the cancer risk.
PI3KCA has been widely linked to cancer development. 12, 13 PI3KCA was reported to be frequently highly mutated in many types of cancers, such as esophageal cancer, colorectal cancer, and BC. 14, 15 Recently, PI3KCA genomic variants were identified as being associated with increased cancer risk. 16 Park et al 17 reported that PI3KCA rs2699905 and rs7640662 were significantly associated with melanoma patients' survival. Wang et al 18 reported that PIK3CA rs2699887 showed notable associations with survival of endometrial cancer patients. However, the association between PI3KCA rs6443624 and BC risk and patient survival remains elusive.
In the current study, we focused on the combination of two reported cancer-related SNPs, FGFR2 rs1219648 and PI3KCA rs6443624. We investigated the correlations between these genes and BC risk and patient survival among female patients in China.
Materials and methods

Study population
The study was approved by the Shandong Cancer Hospital Affiliated to Shandong University and written informed consent was obtained from all participants. A total of 328 BC patients (aged 28-80 years, mean age 56 years) were analyzed retrospectively for the study from June 2010 to April 2011. The histology and TNM stages were classified according to the 7th edition of the American Joint Committee on Cancer staging. Detailed clinicopathological features are presented in Table 1 . The follow-up of each BC patient was performed at 3-month intervals in the first year and thereafter at 6-month intervals. The latest follow-up data in the study were obtained in December 2016. Additionally, 389 age-matched, healthy women were recruited as controls for the present study.
Extraction of genomic DNA and genotyping
An amount of 3 mL peripheral blood was obtained from patients and healthy controls for DNA extraction. The blood samples were treated with EDTA-K2 and stored at -80° until analysis. Genomic DNA were extracted with DNA Extraction Kits (Tiangen, Beijing, China) according to the instructions of the manufacturer.
Genotyping of rs1219648 and rs6443624 was carried out using pre-designed TaqMan SNP Genotyping assays (C_2917314_20, and C_2917314_20) as described previously. 19 In brief, 10 μL reaction solution containing 5 ng genomic DNA and TaqMan Master Mix was performed Genotyping assay. PCR was performed with an ABI7500 (Thermo Fisher Scientific, Waltham, MA, USA). As quality control, approximately 10% of the samples were randomly used to repeat the reaction, and the results were 100% concordant.
Statistical analysis
The Hardy-Weinberg equilibrium was assessed in controls using asymptotic χ 2 test. Fisher's exact test was performed to test the association between FGFR2 and PI3KCA genotypes in cases and controls. The strength of associations in FGFR2 and PI3KCA genotypes in BC risk was measured by binary logistic regression analysis and ORs and 95% CIs. The overall survival was depicted by Kaplan-Meier method followed by the log-rank test. Multivariate Cox regression analyses were performed to assess the clinicopathological features in evaluating BC prognosis. All statistical analyses were performed with SPSS 21.0. A p-value less than 0.05 was considered statistically significant.
Results
The association between FGFR2 rs1219648 and PI3KCA rs6443624 and BC risk
We performed the TaqMan allelic discrimination assay (details in Supplementary materials) and firstly, we found no Association between FGFR2 rs1219648 or PI3KCA rs6443624 and BC clinicopathological features
To further evaluate the significance of FGFR2 rs1219648 or PI3KCA rs6443624 in BC, we assessed the association between these two SNPs and clinicopathological features, including age, tumor size, clinical stage, grade, lymph node invasion status, ER, PR, and HER2 status. The results indicated that PI3KCA rs6443624 AC allele was significantly correlated with advanced stage while ΑΑ allele was correlated with high grade. Also, the PI3KCA rs6443624 dominant model was notably correlated with advanced stage (Table 3) .
For FGFR2 rs1219648, the AG allele had a significantly higher distribution in BC patients with advanced stage. Moreover, the FGFR2 rs1219648 dominant model also showed significantly higher risk of advanced stage (Table 4) .
FGFR2 rs1219648 predicts poor prognosis of BC patients
To evaluate the prognostic significance of FGFR2 rs1219648 or PI3KCA rs6443624 in BC patients, we performed KaplanMeier analysis with log-rank test to measure the patients' survival with different alleles. Intriguingly, we noticed that relative to patients with FGFR2 rs1219648 AA allele, those with AG and GG had shorter survival times (p=0.006, Figure 1 ). However, patients with PI3KCA rs6443624 showed no difference between each allele (p=0.275, Figure 2) . Moreover, we performed multivariate analysis with stepwise Cox regression model and found that clinical stage, ER and PR status could be significant prognosticators (Table 5) .
Discussion
In the present study, we evaluated the impact of FGFR2 and PI3KCA polymorphisms on BC patients. Recently, GWAS have identified a variety of genetic variants which were associated with BC risk. 20, 21 FGFR2 belongs to the FGF receptor family. The ligands, FGFs, could initiate the downstream signals and then modulate cell migration, angiogenesis, and growth. 22 Among these, FGFR2 rs1219648 was reported to be related with BC development. 23 Mechanically, it was demonstrated that rs1219648 altered the transcription activity of FGFR2. Since this SNP was presented in the promoter region of FGFR2 gene, we thought it might up-regulate the expression of FGFR2, and high expression of FGFR2 promoted BC progression. 24, 25 Previous studies have revealed that FGFR2 rs1219648 was highly associated with BC lymph node metastasis, but showed no significant difference between healthy individuals and BC patients. 26 However, our data suggested that FGFR2 rs1219648 was notably related to high risk of BC. Moreover, the AG/GG alleles were significantly associated 
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Wang et al with advanced stage and poor prognosis, which has not been reported previously. These results might be attributable to the different study population. PI3KCA/Akt signaling is critical in many types of cancers, such as colorectal cancer, BC, and osteosarcoma. 27, 28 Also, somatic mutations in PI3KCA have been commonly identified in many types of cancers. 29, 30 A previous study reported that a majority of mutations happened in exon 20, and some missense mutations and silent mutations were found in BC patients. 31 PI3KCA rs17849079 was more frequently found in BC patients compared with disease-free controls. However, Stevens et al 32 indicated that common variations in PI3KCA did not have a strong influence on BC as the patients were mostly Caucasian, and rs1607237 was associated with a decreased risk. The rs6443624 SNP located in the intron of PI3KCA, might affect the binding of transcription factors and alter the splicing patterns or transcription of the PIK3CA gene. 18 In our study on a Chinese population, we suggested that PI3KCA rs6443624 was significantly associated with the risk of BC, and AC/ AA alleles were associated with advanced stage, implying their biological functions, which need further investigation. Moreover, we noticed that FGFR2 rs1219648 was significantly associated with poor BC prognosis, which has not been reported previously. However, no such association was found between PI3KCA rs6443624 and short survival time. A previous report showed that rs6443624 could be an independent predictor and prognostic factor in renal cell carcinoma patients. 33 So, further study will be performed to confirm and validate this finding.
In conclusion, our results obtained from a cohort of Chinese BC patients, indicated that FGFR2 rs1219648 and PI3KCA rs6443624 were significantly associated with BC risk and FGFR2 rs1219648 AG/GG alleles were associated with shorter survival. Therefore, detection of the SNPs might help to identify patients and predict prognosis.
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